File Name: Supplementary Data 1 Description: The fine-mapping results for significant QTL regions in genome-wide association analysis. A Bayes fine-mapping method was used for fine-mapping, details in Methods. The Variants List file contains all the informations for the individual variants with the normed posterior probability of causality (PPC) > 0.003. The Gene Information contains all the genes that include the variants in the Variants List, the PPC of each gene is the sum of PPC of variants inside it. The GO annotation file contains the GO terms that the fine-mapped genes were involved in.
